[Prediction of the structural class of globular proteins from their amino acid sequence].
Two-dimensional representation of consequence of 32 proteins with known three-dimensional structure has been obtained on 20 X 20 matrix of the distribution of amino acid pairs (nearest neighbours). Prediction algorithm of the structural class of globular proteins has been worked out on the basis of the comparison of 20 X 20 matrix of the distribution of amino acid pairs for the proteins of different structural classes. The accuracy of structural class predictions of 32 proteins has been carried out (all the proteins are taken from numerous ones used to obtain the algorithm).